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Figure S1 Table S1   Table S2   Table S3 Table S4 (RN6390-∆rnc), and LUG911 (RN6390-∆hfq)) grown in BHI (rich medium) or NZM (stringent medium) at the exponential (E) and stationary (S) phases of growth. COL strain was grown under various stress conditions: osmotic stress (NaCl), oxidative stress (H 2 O 2 , paraquat), iron chelating agent (dipyridyl), acidic pH, cold shock (25°C), and heat shock (42°C). (B) Determination of the half-lives of RsaA, RsaD, RsaE, RsaG, and RsaI. The cells were treated with rifampicin and total RNAs were extracted after 1, 2, 5, 10, 20, 30, and 60 min at 37°C in BHI medium. 5S rRNA was probed to quantify the yield of RNA in each lane. (C) Northern blot analysis of RsaF in S. aureus strains: RN6390, RN6911 (∆agr), LUG1160 (RN6390-∆rot, rot encodes the repressor of toxins), LUG911 (RN6390-∆hfq), SH1000, COL, and Newman. Total RNAs were prepared from cells grown in BHI medium at the exponential (E) and stationary (S) phases of growth.
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Staphylococcaceae
Bacillaceae Figure S6 . Secondary structure of several Rsa RNAs. The secondary structures were predicted using RNAFold from the Vienna package (2). Strictly conserved nucleotides of RsaD, RsaH, and RsaI in four staphylococcal species (S. aureus N315, S. epidermidis, S.
saphrolyticus, and S. haemolyticus) are boxed. The conserved C-rich boxes are shown in red characters in RsaB, RsaC, RsaD, RsaH, and RsaJ. to genes that are overexpressed in RN6390 strain whereas values < 1 correspond to genes that are overexpressed in the ∆rsaE mutant strain. *Predicted RsaE-mRNA base pairings.
(Bottom) The number of RsaE-dependent regulated genes corresponding to a defined group of function (COG) is given. The complete microarray data set has been posted on the Gene Expression Omnibus database (http://www.ncbi.nlm.nih.gov/geo/) under accession number GPL7137 for the platform design and GSE17135 for the original data set.
